Listeria monocytogenes sequence type 204 (ST204) strains have been isolated from a range of food, environmental, and clinical sources in Australia. This study describes the draft genome sequences of 15 isolates collected from meat and dairy associated sources. 
isteria monocytogenes is a Gram-positive bacterial pathogen and the causative agent of listeriosis. Human infection is frequently associated with the consumption of contaminated foods (1) . A total of 15 serotype 1/2a isolates identified as sequence type (ST) 204 were collected from food processing environments: 14 from Australia and one from the Republic of Ireland.
DNA from each isolate was purified using the DNeasy blood and tissue kit (Qiagen, the Netherlands), as per manufacturer's instructions. Library preparation using the Nextera XT library prep kit and 250-bp paired-end sequencing were performed using the Illumina MiSeq platform (Illumina, San Diego, CA). Raw reads were preprocessed to remove adapter sequences and low-quality reads using Trimmomatic (v0.22) software (2) . De novo assembly was performed using SPAdes genome assembler (v1.0) (3) .
Assemblies ranging between 21 and 89 contigs were generated per genome with total sizes ranging from 2.94 Mbp to 3.11 Mbp (mean ϭ 3.01 Mbp). GϩC content ranged from 37.7% to 38.0%.
Draft genomes were annotated using the online tool, RAST (4). The number of coding sequences (CDS) per genome ranged from 2,886 to 3,096, accounting for 89.6% to 90.6% of the genome. Plasmid contigs were identified using a local protein-protein BLAST search (BLAST 2. Table 1 .
Of the 15 isolates, 13 contained contigs harboring plasmid elements, with the remaining two containing no plasmid. Plasmids contained genes encoding a variety of functions including heavy metal resistance and stress response. Four prophage insert regions were identified among isolates using the online tool PHAST (5), located within the monocin locus, the comK gene, upstream of an RNA methyltransferase gene (lmo1703 homolog) and downstream of tRNA-Arg-TCT. Two transposon loci were identified, including an insertion in the yfbR 
Accession number(s).
This whole-genome shotgun project has been deposited at DDBJ/ENA/GenBank under the accession numbers listed in Table 1 .
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